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Summary
The order Chiroptera is the second largest order of mammals and
shows great physiological and ecological diversity. These animals
contribute significant ecological roles as prey and predator as well as
facilitating pollination, seed dispersal, arthropod reduction and
nutrient distribution and reutilisation in nature. Bats act as hosts to a
range of viral, bacterial, fungal and parasitic zoonoses. Human
activities increase the likelihood of exposure to bats, thereby
increasing the opportunity for infections to spill over. Continuing
ecological processes, emergence and spillover of novel pathogens in
naïve hosts, including humans, along with other complex natural
phenomena require proper understanding that may help in predicting
the next spillover. This review will discuss the ecology of bats and
their role in the emergence of different zoonoses, particularly those of
viral origin, in an organised manner to increase understanding of the
factors that may play significant roles in spillover of these pathogens
from bats to other animals, including humans.
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Introduction
Bats are the only known ﬂying placental mammals and they exist
throughout the world excluding the Arctic (although a few species are
present up to the Arctic Circle), Antarctica and a few oceanic islands.
Around 75% of emerging infectious diseases (EIDs) of humans are
zoonotic in nature, and a considerable proportion is derived from
wildlife hosts such as bats (1). There are reportedly 1,314 genera and
6,495 species of placental mammals, among which bats are the second
largest mammalian group next to rodents (2, 3). Taxonomically, bats
are grouped in the order Chiroptera (in Greek ‘cheir’ means hand and
‘pteron’ means wing), which is classically divided into two suborders: Megachiroptera and Microchiroptera. The order
Megachiroptera comprises only a single family while the
Microchiroptera consists of 17 families of echolocating bats
(echolocation is used for navigation and finding prey). However, the
most comprehensive phylogenies of all Chiroptera suggest the
presence of two basal groups, namely Yinpterochiroptera (consisting
of 7 families of bats) and Yangochiroptera (consisting of 14 families).
Presently, about 1,386 species of bats in 227 genera have been
recognised (2). Microchiroptera use their larynx to create ultrasound
and emit it through the mouth and sometimes the nose. The natural
history of bats along with their physiological adaption, ecology,
biology and evolution differentiate them from other mammals (3). The
ability of these unique mammals to act as the reservoir hosts or
vectors of different zoonotic diseases requires thorough investigation.
Although bats contribute to diverse ecosystems as pest controllers
(insectivorous bats) and pollinators (frugivorous bats), their potential
for disease transmission cannot be ignored (4). It is now clear that bats
have been significantly underappreciated as reservoirs of viruses
important to human and animal health. However, they seem to have a
similar proportion of viruses per host species to other mammalian
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orders (5, 6). Bats have evolved at a slow pace when compared with
mammals of other taxa (7). They are exceptional among mammals in
their ability to fly in search of food, and many species of bats fly long
distances during seasonal migrations (8). Their size and weight are
highly variable: their body weight ranges from 2 g in the bumblebee
bat, the smallest mammal, to more than 1 kg in flying foxes such as
Pteropus spp., whose wingspans can reach nearly 2 m (4, 9). Most
bats hang upside down from their feet, a posture known as roosting,
although some species just rest on the surface of the support without
hanging (10); most bats can only crawl awkwardly on the ground.
Owing to the small size and light weight of most bats, blood generally
does not rush to their heads when they are roosting.
The lifespan varies among species, with the longest lifespan of
approximately 41 years recorded for a Brandt’s bat (Myotis brandtii;
5–10 g) from Siberia, based on recapture data (11). This prolonged
lifespan encourages continuous viral replication, resulting in multiple
horizontal and vertical transmission events through several
generations, thus allowing virus conservation within populations over
time (12). Most small mammalian species, including rodents, have
evolved a ‘live fast, die young’ strategy, characterised by rapid
reproduction and high mortality. In contrast, bats generally have a
longer lifespan with multiple reproductive events, low litter size and
delayed onset of sexual maturity along with different atypical sexual
behaviours. All these traits favour the persistence and propagation of
different pathogens. The higher body temperature of bats when active
(which may be due to their flying ability and higher metabolic rate), in
comparison with other terrestrial animals, creates an opportunity for
them to act as vectors of a number of pathogenic organisms,
particularly viruses.
Many pathogens survive in bats without showing pathogenicity, with a
few exceptions such as rabies and rabies-related lyssaviruses. In a
favourable ecological niche these viruses may be shed and spill over
to other terrestrial animals, including humans, resulting in either an
epizootic or an epidemic. The transmission route is, however, often
not well understood. Many emerging pathogens, especially viruses
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such as Hendra virus (HeV), Nipah virus (NiV), Ebola virus (EBOV),
Marburg virus (MARV), severe acute respiratory syndrome
coronavirus (SARS-CoV), Middle East respiratory syndrome (MERS)
virus and, most recently, severe acute respiratory syndrome
coronavirus 2 (SARS-CoV-2), are of concern because they have high
transmissibility and infectivity.
Outside tropical areas, bats go into hibernation in winter. This is an
extended period of deep inactivity (torpor, different from sleep) that
allows bats to survive cold winters with harsh weather and lack of
food. A bat’s body temperature lowers and its metabolic rate slows,
resulting in a lower immune status and rendering it more susceptible
to many known or unknown opportunistic microbes. While a bat is
arousing from hibernation, which is a stressful event, many viruses
that remain as latent infections may be reactivated.
Bats have a distinctive life history strategy for mammals of their size.
Typically only a single infant is produced, although twins are common
in some species that have multiple reproductive events. Owing to their
long lifespan, this multiple gestation along with lactation and postnatal
care augments stress. Furthermore, large colonies and multispecies
associations are frequent among cave-dwelling bats, in particular
during the maternity period. This colonial behaviour confers
thermodynamic and social advantages on reproductive females during
pregnancy and lactation. These factors allow bats to play a pivotal role
in the epidemiology of a number of viral pathogens responsible for a
similar number of emerging and re-emerging infectious diseases of
humans and other animals (13). This review summarises and critically
analyses the current knowledge on the aspects of bat biology,
evolution, distribution and ecology that make them unique among
mammals and permit them to be reservoirs of several emerging and
re-emerging zoonotic diseases. Knowledge of the ecological aspects
of bat-borne diseases is important in predicting future spillovers of
those pathogens to humans and livestock. This may also help to
prevent stigmatisation of bats and protect them from unnecessary and
counterproductive culling as a result of fear, although the challenge is
great.
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Bat immunology
Mammalian cells have evolved well-maintained pattern recognition
receptors (PRRs) that sense pathogen-associated molecular patterns
(PAMPs) resulting from viruses, bacteria and parasites. Bats have
both an innate and an acquired immune response, with similar
immune organs, tissues, cells and immunoglobulin types to other
mammals, although with some unique differences (14). The metabolic
rate is higher in bats than in other mammals, thus the body
temperature is also higher in bats, because of evolution of the
mitochondrial deoxyribonucleic acid (DNA) damage and repair
pathways (15). In bats, the DNA repair and DNA damage signalling
pathways are maintained throughout their lifespan. Among DNA
repair pathways, DNA double-strand break repair shows the strongest
correlation with longevity. There are a number of DNA double-strand
break repair genes which are under positive selection in some bat
species. Bats may differ from other mammals in having a greater
dependence on innate immunity than on adaptive immunity; innate
immunity responds more readily than adaptive immunity, possibly
allowing clearance of viral infections earlier than in humans.
The evolution of flight in bats has been complemented by genetic
changes to their immune systems that allow high metabolic rates (16).
Energetic demands associated with flight in bats require enhanced
mitochondrial respiratory metabolism, which is expected to generate
excess oxidative damage. To counteract this damage, bats have
evolved more efficient mitochondria that produce less hydrogen
peroxide per unit of oxygen consumed. To maintain proteostasis under
oxidative stress, bats express high levels of major heat shock proteins
that simultaneously permit them to endure high temperatures during
flight and maintain protein homeostasis with age. Interestingly, it has
also been reported that autophagy is enhanced with the advancement
of age, resulting in further protection against viruses (17).
As mentioned earlier, roosting ecology permits increased exposure to
pathogens, which help to influence immune defence. The adaptations
found in the toll-like receptors (TLRs) among bat groups and
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differences between the TLRs of bats and other mammals may aid in
resistance to infections involving specific pathogens found in different
environments (18). Bat interferons (IFNs) are only distantly related to
those of humans and other mammals; the Type I IFN genes of bats are
under positive selection and diversity is due to duplication and gene
conversion (19). One remarkable difference between bats and
terrestrial mammals is the loss of the interferon-inducible protein, also
known as absent in melanoma 2 (AIM2), and gamma-IFN-inducible
protein 16 (IFI16) genes which recognise microbial DNA, possibly
reducing the sensitivity of bats to bacteria (20). Interestingly, many
bat species display a daily period of torpor by decreasing their body
temperature, which may be a method of virus resistance, interfering
with optimal virus replication. There remain a number of questions
that need to be answered in relation to bat immunology in order to
explain why bats have been found to be a frequent source of human
pathogens in recent decades (15).

Bat–human relationships
For bat-borne diseases to be established in humans, direct or indirect
contact must occur to allow the disease to emerge and spread. These
diseases are due not only to natural synanthropic association but also
to a whole complex of factors related to biology, ecology, behaviour,
landscape evolution and human intervention. Increased contact poses
a challenge for both health experts and conservationists in the task of
avoiding spillover of possible pathogens from wild animals to humans
and livestock, while protecting wildlife and their habitats. The One
Health approach is intended to promote, improve and protect the
health and well-being of all species by increasing cooperation and
collaboration among physicians, veterinarians and environmental
experts. Bat viruses have been connected with diseases of humans,
livestock and wild animals. The dramatic appearance of newly
recognised viruses causing fatal diseases is a great challenge to the
scientific and medical communities (21).
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Bat–zoonosis nexus
Bats are recognised as significant reservoirs of zoonotic viruses (22).
Attention is currently being paid to them because human intrusion into
previously unfrequented natural areas is on the rise, mainly due to the
biological richness of these areas and the growing demand for
materials (23). So far, more than 200 viruses have been identified in
bats (24), but only a few bat species have been recognised or
suspected to be reservoirs of infectious zoonotic agents. Given that
bats have the second highest population size among mammals,
different human activities such as hunting bats for food, consumption
of bush meat, agricultural and livestock practices that attract bats and
penetration of bat habitat by humans may lead to spillover events from
bats and outbreaks of different emerging and re-emerging
diseases (25). In recent years, bats have been implicated in several
EIDs and are progressively recognised as important reservoir hosts for
emerging and re-emerging viruses which cross species barriers to
infect humans and domestic as well as other wild mammals (5, 6).
Numerous infectious diseases of humans and other animals are
ecologically linked to bats. This review covers only the emerging and
re-emerging infectious viral zoonoses linked to these species.

Rabies virus (RABV)
This group of negative-sense, single-stranded ribonucleic acid (RNA)
viruses has been classiﬁed in the virus order Mononegavirales, family
Rhabdoviridae and genus Lyssavirus. They replicate in the
mammalian central nervous system and cause the disease known as
rabies. Presently, the genus includes 16 documented viral species
which are divided into rabies lyssavirus and the rabies-related
lyssaviruses (15 species) (26). Rabies is estimated to cause 59,000
human deaths per annum in over 150 countries, with 95% of cases
occurring in Africa and Asia. According to the World Health
Organization (WHO), 99% of rabies cases are dog mediated and the
burden of the disease is disproportionately borne by poor rural
populations, with about half of the cases in children under 15 years of
age. Dog-mediated rabies has been eradicated from Western Europe,
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Canada, the United States of America (USA), Japan and some Latin
American countries. With the eradication of terrestrial rabies in
companion animals throughout North America, the transmission of
rabies virus (RABV) to humans from bats has become more
visible (27).
Bat-mediated rabies is recognised as causing the majority of human
rabies cases in the Americas. Lyssaviruses may have evolved in bats
long before the emergence of rabies in carnivores (28). The name
rabies induces fear because the disease is associated with a fatality
rate of 100% following the onset of the clinical disease in
humans (29). Vampire bats (Desmodus rotundus), which are mainly
found in the Caribbean and in Central and South America, have
introduced a fear of rabies into human populations. At the same time
they have driven an irrational and unjustified fear of bats across many
cultures (30). Classical rabies virus has been reported in bats across
North, Central and South America (27, 31) and was linked with
vampire bats for the first time immediately after an outbreak in cattle
in South America in 1911 (32). Bites from vampire bats are
predominantly responsible for transmitting the disease to humans and
domestic animals in Mexico and in Central and South America (33).
In addition, between 1951 and 2006, Canada and the USA recorded 51
human rabies cases transmitted mostly by silver-haired bats
(Lasionycteris noctivagans), eastern pipistrelle bats (Perimyotis
subflavus) and Brazilian–Mexican free-tailed bats (31, 34).
Given that the vampire bat is not migratory, the spread of rabies in this
species is mainly due to infected bats of one colony interacting with
susceptible individuals from another overlapping colony. Rabies
outbreaks caused by vampire bats can spread 5 km to 10 km per year;
moreover, the direction of spread depends on the population density of
bats in surrounding colonies (35). Rabies among bats is probably
maintained via transfer of infectious saliva during licking, biting,
ingesting regurgitated blood and perhaps by inhaling aerosolised
saliva (36). Close bat–human interactions, including the sharing of
living spaces and hunting and butchering of bats for food and
medicines, may lead to spillover of virus into human populations.
8/32
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Spillover from bats is observed only with RABV in the Americas (37).
It is noteworthy that an unvaccinated adolescent has survived, after
developing rabies from contact with a bat, with novel therapy known
as the ‘Milwaukee protocol’ (38).

Other lyssaviruses related to rabies
There are seven lyssavirus genotypes, and an additional four novel
genotypes recently recorded from bats in Eurasia may be included in
this genus (39). Among them, the most widely reported are European
bat lyssavirus type 1 (EBLV-1) and European bat lyssavirus type 2
(EBLV-2); they have been frequently detected in serotine bats
(Eptesicus serotinus) and Daubenton bats (Myotis daubentonii),
respectively (40). Between 1977 and 2011, a total of 961 cases of bat
rabies were reported to the WHO Rabies Bulletin Europe, with the
vast majority (> 97%) being attributed to EBLV-1 mainly from the
Netherlands, Denmark and Germany. It is interesting to note that the
first EBLV-2 case, reported in the United Kingdom, began a debate on
the rabies free status of that country (41, 42). Aravan virus (ARAV),
Irkut virus (IRKV), Khujand virus (KHUV) and West Caucasian bat
lyssavirus (WCBL) were described following extensive phylogenetic
analysis of single isolates of each type from various bat species (43).
After the first human case, reported in 1970, another two fatal human
infections involving Duvenhage virus (DUVV) have been reported,
one in South Africa in 2006 (44) and one in the Netherlands in 2007,
in which the patient contracted the infection in Kenya (45). In Africa,
Lagos bat virus (LBV) has been isolated from a variety of fruit bat
species, one insectivorous bat species, domestic cats, domestic dogs
and a water mongoose, but not humans (31). In 1996, Australian bat
lyssavirus (ABLV) was first reported in a black flying fox, and a 39year-old woman died with clinical rabies after being bitten by a
yellow-bellied sheath-tail bat (46). Another two human cases have
been reported, in a woman scratched and a child bitten by flying
foxes.
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Hendra virus (HeV) disease
Hendra virus is a novel paramyxovirus (genus: Henipavirus)
responsible for serious illness and death in horses and humans; HeV is
endemic in Australia only because of flying foxes. It was first
recognised in September 1994 during an outbreak of acute respiratory
disease in horses in a place called Hendra, close to Brisbane,
Queensland, Australia (47). In this outbreak, 13 of 20 infected horses
died or were euthanised; two humans (a horse trainer and a stable
hand) who worked closely with the horses became infected, and one
died of acute pneumonia (48, 49). The initial name of this novel virus
was equine morbillivirus (EMV), but it was later renamed HeV (50).
The virus was transmitted to humans through an intermediate equine
host from bats of the genus Pteropus, which are colloquially referred
to as flying foxes (51). There have been 31 documented spillovers of
HeV, with a total of 66 recognised equine cases and 7 human cases
resulting in 4 human deaths (52). In July 2013, during investigation of
HeV infection in a horse near Macksville, New South Wales,
Australia, infection was also detected in a dog on the same farm (53).
Transmission from horses to humans results from close contact with
horses, during post-mortem examination, husbandry and veterinary
procedures, and is thought to occur via respiratory droplets, cuts and
abrasions of mucous membranes. The mode of transmission of HeV
from bats to horses has not been fully explained, but is hypothesised
to involve ingestion of contaminated food or contact with
contaminated surfaces (54). The virus has been identified in the
birthing fluids, placental materials and aborted pups of flying foxes.
As HeV is often detected in the urine of wild flying foxes (55), the
principal routes of transmission to horses are thought to be via
material recently polluted with bat urine or direct transmission (56).
Bat urine appears to be the most important source of this virus, with
other secretions and excretions (e.g. faeces, nasal and oral secretions)
less significant in transmission. The detection of antibodies in flying
foxes in Papua New Guinea may be linked to HeV or a similar virus.
Transmission of the virus among horses appears to be more likely
with horses kept in close proximity; for example, companion horses in
stalls have also been infected. No evidence of human to human,
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human to horse or flying fox to human transmission of HeV has been
reported (57).

Nipah virus (NiV) disease
This is the second novel Henipavirus recognised within the
Paramyxoviridae family to be associated with flying foxes. It was first
described between September 1998 and April 1999 in pigs and pig
farm workers affected by fever and encephalitis, some with respiratory
illness, during a major outbreak in Peninsular Malaysia (58). In March
1999, a team of virologists from the University of Malaya, Kuala
Lumpur, Malaysia, isolated a virus from a patient in Sungai Nipah
(Nipah River village) and named it Nipah virus (NiV). This outbreak
resulted in the death of 105 humans and the culling of more than
1 million pigs (59, 60). A similar outbreak was witnessed in the town
of Sikamat, Negri Sembilan state, Malaysia, from December 1998 to
January 1999, but the largest outbreak was observed in an adjacent
area of Bukit Pelandok, Malaysia, in December 1998 (61). This new
disease was initially considered to be Japanese encephalitis (JE),
which is generally prevalent in these areas (59). Most of the humans
affected in the Malaysian outbreak had a history of direct contact with
live pigs, and most were adult male Chinese pig farmers (62).
Following importation of infected pigs from the infected area of
Malaysia the infection spread to Singapore. Eleven human cases were
confirmed in Singapore with one death. Spillover of NiV has not been
observed since this time in Malaysia or Singapore. Malaysia has a
great variety of bat species, including 13 species of Megachiroptera
and 60 species of Microchiroptera; among them, the large flying fox
(Pteropus vampyrus) and the variable flying fox (Pteropus
hypomelanus) were found to be natural reservoir hosts for NiV (63).
The disease was also reported in Bangladesh, initially in 2001. The
Institute of Epidemiology, Disease Control and Research (IEDCR) in
Bangladesh reported on their website, from April 2001 to January
2020, a total of 319 human cases which were found to be positive for
NiV in repeated outbreaks, and 225 deaths. In Bangladesh, none of the
human cases was connected with disease in pigs, and there was some
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evidence suggesting human to human transmission (64). An important
epidemiological factor in the transmission of this disease in
Bangladesh has been recognised to be the consumption of date palm
sap contaminated by bat saliva (65). However, washing of infected
corpses before burial according to Islamic custom may be another
means of transmission among family members (66). Contact with
domestic animals and climbing trees were shown to be less important
risk factors for infection (67). The risk of direct human infection with
NiV from bats has been shown to be lower than the risk of horizontal
transmission once the virus enters the human population (68).
During 2014, a total of 17 laboratory confirmed cases of NiV, with 9
deaths, were reported from the southern part of the Philippines, where
horse to human as well as human to human transmission events were
observed and flying foxes (Pteropus bats) were found to be most
likely to be responsible for the infections (69). Since 2001, three
outbreaks of NiV have been reported in India, where the first outbreak
was in Siliguri, West Bengal state, with a total of 66 confirmed cases
and 45 deaths. The second outbreak, in 2007, was in Nadia district in
the same state (70), with a total of 30 confirmed cases and 5 deaths.
The third and final outbreak, in May 2018, was noted in Kozhikode
and Malappuram districts of Kerala, with 17 deaths and a total of 35
confirmed cases (71). The 2018 outbreak originated in three members
of a family who died after cleaning an old deep well inhabited by bats.

Cedar virus (CedPV) disease
A non-pathogenic Henipavirus species was identified in urine samples
from Pteropus alecto and Pteropus poliocephalus in Australia in
2012. It seems to have low pathogenicity and failed to produce clinical
signs in laboratory animal species (72).

Menangle virus (MenPV) disease
In 1997, this paramyxovirus of pteropid bats was identified in stillborn
piglets during the study of a severe outbreak of reproductive disease
on a pig farm in New South Wales, Australia. Two humans who had a
history of close contact with infected pigs were shown to have
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neutralising antibodies to Menangle virus during the serological
investigation (73).

Tioman virus (TioPV) disease
A novel paramyxovirus was identified during the search for the
reservoir host of NiV on Tioman Island, off the eastern coast of
Peninsular Malaysia (74). Pigs are reported to be susceptible to
Tioman virus and neutralising antibodies to this virus have been
identified in humans, suggesting prior exposure to or infection with
the virus (75).

Ebolavirus (EBOV) disease
This virus belongs to the family Filoviridae of negative-stranded RNA
viruses; the genus Ebolavirus causes life-threatening disease with
mortality rates ranging between 30% and 90% and is endemic in
regions of West and Equatorial Africa (76). It is also known as Ebola
haemorrhagic fever as the disease is mainly characterised by abnormal
bleeding both internally and externally. The name ‘Ebola’ is derived
from a river in the Democratic Republic of the Congo (DRC,
previously Zaire) in Africa, where it was first documented in
1976 (77). Ebola haemorrhagic fever is caused by any of five
genetically distinct viruses: Zaire Ebolavirus (ZEBOV or EBOV),
Sudan Ebolavirus (SEBOV or SUDV), Ivoire Ebolavirus (Taï Forest
Ebolavirus, TAFV), Bundibugyo Ebolavirus (BDBV) and Reston
Ebolavirus (REBOV or RESTV) (78). Human infection is mainly
associated with Bundibugyo, Sudan and Zaire Ebolaviruses, which are
responsible for different outbreaks, but Zaire Ebolavirus has been
found to be a serious hazard to both human and non-human primates
in Sub-Saharan Africa. Ivoire Ebolavirus was confirmed in Côte
d’Ivoire in only one human case, which was non-fatal; the patient had
a history of travelling from Liberia to Sierra Leone (79). Reston
Ebolavirus is considered to be non-pathogenic to humans but
pathogenic to non-human primates (monkeys, gorillas and
chimpanzees) and has been isolated from pigs with porcine
reproductive and respiratory disease (76). Some Ebolaviruses circulate
among fruit bats (Hypsignathus monstrosus, Epomops franqueti and
13/32
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Myonycteris torquate) (80), from which these viruses may be
transmitted to their intermediate hosts, non-human primates, so that
bats and simians may act as sources of infection during handling or
consumption by humans. Human to human transmission is possible
through direct contact with mucus, saliva, urine, vomit, faeces, breast
milk, sweat, tears, semen and infected live or dead human bodies (81).
Sexual transmission has been reported to occur from recovered
patients. In Ebolavirus disease outbreaks, the following death rates
have been reported: 88% in 1976, 81% in 1995, 73% in 1996, 80% in
2001–2002 and 90% in 2003. The most devastating outbreak was
reported in West Africa between 2014 and 2016, where more than
20,000 cases were reported, with the deaths of over 11,000 people
giving a case fatality rate ranging between 28% and 74.2% (82). Since
the first outbreak, more than 20 documented outbreaks of Ebola
disease have been reported in Sub-Saharan Africa, predominantly in
Sudan, DRC, Uganda and Gabon. Ebolavirus disease outbreaks have
generally been confined to African countries, with some spread to
adjacent countries. During the latest outbreak, in January 2020, a total
of 12 cases were reported in DRC. The disease has also been reported
in Spain (one confirmed case) and the USA (four confirmed case),
though the patients had a history of travel in African countries with a
link to the large West African outbreak (83).

Marburg virus (MARV) disease
This infectious agent was first observed in August 1967, when
laboratory workers were infected in Marburg and Frankfurt, Germany
and Belgrade, Serbia. It is a member of the Filoviridae family, which
includes the genera Ebolavirus, Marburgvirus, Striavirus, Cuevavirus
and Thamnovirus (84). African green monkeys (Chlorocebus
aethiops) that had been imported from Uganda to Marburg, Frankfurt
and Belgrade were the source of the infection. Egyptian fruit bats
(Rousettus aegyptiacus) act as the main natural reservoir host (85),
although several bat species have been recognised as hosts of
filoviruses. In the second episode, in 1975, the primary human case
was in a young Australian, who was hospitalised in Johannesburg,
South Africa, after travelling throughout Zimbabwe; the isolated virus
14/32
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was similar to that reported in Germany. The disease has also been
reported in Kenya, first in 1980 and subsequently in 1987 (85).

Severe acute respiratory syndrome coronavirus
(SARS-CoV) disease
This virus belongs to the genus Coronavirus in the family
Coronaviridae, which comprises pleomorphic, enveloped, positive
sense and single-stranded RNA viruses with a nucleocapsid of helical
symmetry. In November 2002, the first known case was reported in
Foshan, Guangdong Province, People’s Republic of China (China). A
pandemic (involving 33 countries) started in November 2002 and was
brought under control in July 2003, involving 8,422 cases and 916
fatalities (86, 87). In March 2003, a novel coronavirus, SARS-CoV,
was identified from sequences obtained from patients with severe
acute respiratory syndrome (SARS) (88). Restaurant workers handling
wild animals as exotic food in Guangdong Province were reported to
have been early cases (89). A virus similar to SARS-CoV was isolated
from Himalayan palm civets (Paguma larvata) and racoon dogs
(Nyctereutes procyonoides) sampled from marketplaces. After that,
the palm civet caught the attention of the scientific community
because sporadic primary cases occurred in persons associated with
restaurants in which palm civet meat was prepared and
consumed (90). Moreover, when culling of palm civets in Guangdong
marketplace was performed as a preventive measure, a dramatic
reduction in cases was noticed after the winter of 2003–2004, which
suggested that these animals were the source of the spillover. In
addition, SARS-CoV was reported in cats, red foxes and Chinese
ferret badgers (antibodies only) sampled in marketplaces.
Viruses similar to SARS-CoV have been isolated from several bat
species, predominately horseshoe bats (genus Rhinolophus), which act
as natural reservoirs. The appearance of a zoonotic virus from a wild
animal reservoir involves four factors: a) interspecies contact,
b) cross-species virus transmission (spillover), c) virus adaptation in
the spillover species and d) constant transmission. All these factors
were thought to be present during SARS outbreaks and helped to
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spread the infection rapidly to several countries (91). After the abrupt
ending of the SARS-CoV pandemic in July 2003, no human cases
have been detected in the past 18 years.

Middle East respiratory syndrome coronavirus
(MERS-CoV) disease
In April 2012, Middle East respiratory syndrome coronavirus (MERSCoV), a deadly zoonotic pathogen, was first identified in a lung
sample from an adult human patient hospitalised in Jeddah, Saudi
Arabia who had severe pneumonia and died of multi-organ failure.
Between April 2012 and the end of December 2019, MERS-CoV
infection was associated with 858 deaths among 2,499 confirmed
human cases in 27 countries (92), but the majority were documented
in Saudi Arabia (2,106 cases, 780 deaths). The MERS-CoV is closely
related to coronaviruses found in Asiatic bats, suggesting that bats
may be a reservoir of MERS-CoV, although no evidence of antibodies
to MERS-CoV has been found in bats (93). Dromedary camels act as
the intermediate hosts of MERS-CoV but the evolutionary path is not
clear (94). In 2013, a camel was reported to have developed clinical
signs of MERS-CoV, displaying fever and rhinorrhoea, although bats
are supposed to be carriers that show no clinical signs of the disease.
Human to human transmission is observed but is limited to close
contacts and family members, or associated with nosocomial
infection (95). Camel to human transmission of MERS-CoV has been
documented in Saudi Arabia. Multiple disease transmission events
may result from intensive camel rearing and the large camel trade
(roughly 77,000 live camels are transported each year between
countries, mainly from Somalia to the Gulf region).

Severe acute respiratory syndrome coronavirus 2
(SARS-CoV-2) disease
The 2019 novel coronavirus (2019-nCoV), now called SARS-CoV-2,
spread from its origin in Wuhan City, Hubei Province, China to the
rest of the world (96). On 11 February 2020, it was renamed SARSCoV-2 and the disease caused by this virus was called ‘coronavirus
disease 2019’ (COVID-19). Compared with SARS-CoV and MERS16/32
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CoV, this virus has higher transmissibility and infectivity, despite a
low mortality rate; the mortality rates of SARS-CoV and MERS-CoV
were about 10% and 35%, respectively (97). The first case of
pneumonia associated with SARS-CoV-2 was detected on
12 December 2019, and influenza and other coronaviruses were ruled
out by laboratory testing (98). Many of the initial cases had a common
exposure to the Huanan wholesale seafood market, which also used to
trade live wild animals. On 22 January 2020, it was declared that the
novel CoV may have originated from wild bats and the novel virus
was found to be a Group 2 Betacoronavirus; this group also contains
SARS-associated coronavirus. With the similarity of SARS-CoV-2 to
bat SARS-CoV-like coronaviruses, it was suspected that bats act as
reservoir hosts for its progenitor while pangolins (not proven) and
snakes (very unlikely) were suggested but not confirmed to be the
intermediate hosts (99). The Chinese Lunar New Year holiday, which
coincided with the emergence of COVID-19, is the most celebratory
time of year in China, during which an immense number of human
movements (nearly 3.11 million people) take place as individuals
travel back to their hometowns. On 11 March 2020, WHO declared
the novel coronavirus outbreak, COVID-19, to be a pandemic. On
6 April 2021, 219 countries and territories had been affected, with a
total of 131,487,572 human SARS-CoV-2 cases and more than
2,857,702 fatalities reported worldwide (100). The main route of
transmission of the disease appears to be human to human
transmission via droplets or by direct contact, and the infection has
been estimated to have an average incubation period of 6.4 days (101).
A Pomeranian dog from Hong Kong, a cat from Belgium and one
tiger in a zoo in New York have been confirmed with COVID-19 to
date, all contaminated by infected human beings.

Conclusion
From horror films to tabloid pages, symbolic images of bats are used
to stimulate fear. However, bats are not our foes, as they play a
significant role in many environments around the globe and the
authors have a long history of co-existence with bats, in caves, huts,
and log cabins. Many humans in Africa, Asia, the Pacific and Indian
17/32
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Ocean Islands still hunt bats for food. Pollination of some plants
depends partially or solely on various bats, while others help to
control pests by eating insects. Bats act as seed dispersers and agents
of re-forestation when seeds of the fruits they ingest are excreted in
their faeces. Moreover, the guano of bats is used as fertiliser and in the
manufacture of soaps, antibiotics and gasohol. Bats are an important
part of our natural wildlife in which they play a significant role to
maintain ecology as well as diversity. Although bats are the reservoir
hosts of a variety of zoonotic pathogens, they differ from other
mammalian reservoir hosts in their unique ability to fly, diverse
lifestyles, long lifespan and low fecundity rate. On the one hand, bats
are penetrating into human-dominated sites to find alternative food
sources, owing to reduced habitat availability; on the other hand, the
human habit of consuming bush meat, including bats, is aggravating
the situation. As a result, the likelihood of spillover and direct
transmission of emerging diseases is increasing with time. This
narrative review has collated the latest available information in
relation to bat ecology and emerging and re-emerging bat-borne viral
zoonotic diseases from diverse sources, with the hope of
supplementing the knowledge of public health professionals,
researchers, academics, ecologists and similar stakeholders about this
important partner in our planetary ecology. Unified attitudes,
including in public health, ecology, and conservation biology, are
desirable in understanding, combatting and preventing emergent
diseases in bats.

Acknowledgement
The authors express their sincere gratitude to the Honorable Vice
Chancellor, West Bengal University of Animal and Fishery Sciences.

References
1. Allen T., Murray K.A., Zambrana-Torrelio C., Morse S.S.,
Rondinini C., Di Marco M., Breit N., Olival K.J. & Daszak P.
(2017). – Global hotspots and correlates of emerging zoonotic
diseases. Nat. Commun., 8 (1), 1124. https://doi.org/10.1038/s41467017-00923-8.
18/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

19

2. Burgin C.J., Colella J.P., Kahn P.L. & Upham N.S.
(2018). – How many species of mammals are there? J. Mammal.,
99 (1), 1–14. https://doi.org/10.1093/jmammal/gyx147.
3. Reeder D.M., Helgen K.M. & Wilson D.E. (2007). – Global
trends and biases in new mammal species discoveries. Occas. Pap.
Tex.
Tech
Univ.
Mus.,
269,
36 pp.
https://doi.org/10.5962/bhl.title.156951.
4. Fenton M.B. & Simmons N.B. (2015). – Bats: A World of
Science and Mystery. University of Chicago Press, Chicago, United
States
of
America,
240 pp.
https://doi.org/10.7208/chicago/9780226065267.001.0001.
5. Calisher C.H., Childs J.E., Field H.E., Holmes K.V. &
Schountz T. (2006). – Bats: important reservoir hosts of emerging
viruses.
Clin.
Microbiol.
Rev.,
19 (3),
531–545.
https://doi.org/10.1128/CMR.00017-06.
6. Wang L.-F., Walker P.J. & Poon L.L.M. (2011). – Mass
extinctions, biodiversity and mitochondrial function: are bats ‘special’
as reservoirs for emerging viruses? Curr. Opin. Virol., 1 (6), 649–657.
https://doi.org/10.1016/j.coviro.2011.10.013.
7. Hill J.E. & Smith J.D. (1984). – Bats: A Natural History.
University of Texas Press, Austin, United States of America, 243 pp.
8. Holland R.A. (2007). – Orientation and navigation in bats:
known unknowns or unknown unknowns? Behav. Ecol. SocioBiol.,
61 (5), 653–660. https://doi.org/10.1007/s00265-006-0297-7.
9. Wilson D.E. (1997). – Bats in Question: The Smithsonian
Answer Book. Smithsonian Institution Press, Washington, DC, United
States of America, 168 pp.
10. Fenton M.B. & Crerar L.M. (1984). – Cervical vertebrae in
relation to roosting posture in bats. J. Mammal., 65 (3), 395–403.
https://doi.org/10.2307/1381085.

19/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

20

11. Podlutsky A.J., Khritankov A.M., Ovodov N.D. & Austad
S.N. (2005). – A new ﬁeld record for bat longevity. J. Gerontol. A
Biol.
Sci.
Med.
Sci.,
60 (11),
1366–1368.
https://doi.org/10.1093/gerona/60.11.1366.
12. Olival K.J., Hosseini P.R., Zambrana-Torrelio C., Ross N.,
Bogich T.L. & Daszak P. (2017). – Host and viral traits predict
zoonotic spillover from mammals. Nature, 546 (7660), 646–650.
https://doi.org/10.1038/nature22975.
13. Mollentze N. & Streicker D.G. (2020). – Viral zoonotic risk
is homogenous among taxonomic orders of mammalian and avian
reservoir hosts. Proc. Natl Acad. Sci. USA, 117 (17), 9423–9430.
https://doi.org/10.1073/pnas.1919176117.
14. Schountz T., Baker M.L., Butler J. & Munster V. (2017). –
Immunological control of viral infections in bats and the emergence of
viruses highly pathogenic to humans. Front. Immunol., 8, 1098.
https://doi.org/10.3389/fimmu.2017.01098.
15. O’Shea T.J., Cryan P.M., Cunningham A.A., Fooks A.R.,
Hayman D.T.S., Luis A.D., Peel A.J., Plowright R.K. & Wood J.L.N.
(2014). – Bat ﬂight and zoonotic viruses. Emerg. Infect. Dis., 20 (5),
741–745. https://doi.org/10.3201/eid2005.130539.
16. Zhang G., Cowled C. […] & Wang J. (2013). –
Comparative analysis of bat genomes provides insight into the
evolution of flight and immunity. Science, 339 (6118), 456–460.
https://doi.org/10.1126/science.1230835.
17. Gorbunova V., Seluanov A. & Kennedy B.K. (2020). – The
world goes bats: living longer and tolerating viruses. Cell Metab.,
32 (1), 31–43. https://doi.org/10.1016/j.cmet.2020.06.013.
18. Escalera‐Zamudio M., Zepeda‐Mendoza M.L., Loza‐Rubio
E., Rojas‐Anaya E., Méndez‐Ojeda M.L., Arias C.F. & Greenwood
A.D. (2015). – The evolution of bat nucleic acid-sensing toll-like
receptors.
Mol.
Ecol.,
24 (23),
5899–5909.
https://doi.org/10.1111/mec.13431.
20/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

21

19. He X., Korytář T., Schatz J., Freuling C.M., Müller T. &
Köllner B. (2014). – Anti-lyssaviral activity of interferons κ and ω
from the serotine bat, Eptesicus serotinus. J. Virol., 88 (10),
5444–5454. https://doi.org/10.1128/JVI.03403-13.
20. Stockmaier S., Dechmann D.K.N., Page R.A. & O’Mara
M.T. (2015). – No fever and leucocytosis in response to a
lipopolysaccharide challenge in an insectivorous bat. Biol. Lett.,
11 (9), 20150576. https://doi.org/10.1098/rsbl.2015.0576.
21. Moratelli R. & Calisher C.H. (2015). – Bats and zoonotic
viruses: can we confidently link bats with emerging deadly viruses?
Mem.
Inst.
Oswaldo
Cruz,
110 (1),
1–22.
https://doi.org/10.1590/0074-02760150048.
22. Luis A.D., Hayman D.T.S. […] & Webb C.T. (2013). – A
comparison of bats and rodents as reservoirs of zoonotic viruses: are
bats special? Proc. R. Soc. B Biol. Sci., 280 (1756), 20122753.
https://doi.org/10.1098/rspb.2012.2753.
23. Ceballos G. & Ehrlich P.R. (2006). – Global mammal
distributions, biodiversity hotspots, and conservation. Proc. Natl
Acad.
Sci.
USA,
103 (51),
19374–19379.
https://doi.org/10.1073/pnas.0609334103.
24. Barr J., Smith C. […] & Wang L.-F. (2015). – Isolation of
multiple novel paramyxoviruses from pteropid bat urine. J. Gen.
Virol., 96 (1), 24–29. https://doi.org/10.1099/vir.0.068106-0.
25. Wood J.L.N., Leach M. […] & Cunningham A.A. (2012). –
A framework for the study of zoonotic disease emergence and its
drivers: spillover of bat pathogens as a case study. Philos. Trans. R.
Soc.
B
Biol.
Sci.,
367 (1604),
2881–2892.
https://doi.org/10.1098/rstb.2012.0228.
26. Amarasinghe G.K., Ayllón M.A. […] & Kuhn J.H. (2019).
– Taxonomy of the order Mononegavirales: update 2019. Arch. Virol.,
164 (7), 1967–1980. https://doi.org/10.1007/s00705-019-04247-4.

21/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

22

27. Kuzmin I.V., Bozick B., Guagliardo S.A., Kunkel R., Shak
J.R., Tong S. & Rupprecht C.E. (2011). – Bats, emerging infectious
diseases, and the rabies paradigm revisited. Emerg. Health Threats J.,
4 (1), 7159. https://doi.org/10.3402/ehtj.v4i0.7159.
28. Delmas O., Holmes E.C., Talbi C., Larrous F., Dacheux L.,
Bouchier C. & Bourhy H. (2008). – Genomic diversity and evolution
of
the
lyssaviruses.
PLoS
ONE,
3 (4),
e2057.
https://doi.org/10.1371/journal.pone.0002057.
29. Fooks A.R., Banyard A.C., Horton D.L., Johnson N.,
McElhinney L.M. & Jackson A.C. (2014). – Current status of rabies
and prospects for elimination. Lancet, 384 (9951), 1389–1399.
https://doi.org/10.1016/S0140-6736(13)62707-5.
30. Shipley R., Wright E., Selden D., Wu G., Aegerter J., Fooks
A.R. & Banyard A.C. (2019). – Bats and viruses: emergence of novel
lyssaviruses and association of bats with viral zoonoses in the EU.
Trop.
Med.
Infect.
Dis.,
4 (1),
31.
https://doi.org/10.3390/tropicalmed4010031.
31. Banyard A.C., Hayman D., Johnson N., McElhinney L. &
Fooks A.R. (2011). – Bats and lyssaviruses. Adv. Virus Res., 79,
239–289. https://doi.org/10.1016/B978-0-12-387040-7.00012-3.
32. Carini A. (1911). – About one large epizootie of rabies [in
French]. Ann. Inst. Pasteur (Paris), 25, 843–846.
33. Ruiz M. & Briones Chávez C. (2010). – Rabies in Latin
America.
Neurol.
Res.,
32 (3),
272–277.
https://doi.org/10.1179/016164110X12645013284257.
34. Constantine D.G. & Blehert D.S. (2009). – Bat rabies and
other lyssavirus infections. Circular 1329. United States Geological
Survey (USGS), Reston, United States of America, 68 pp.
https://doi.org/10.3133/cir1329.

22/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

23

35. Lord R.D. (1988). – Control of vampire bats. In Natural
History of Vampire Bats (A.M. Greenhall & U. Schmidt, eds). 1st Ed.
CRC Press, Boca Raton, United States of America, 215–224.
https://doi.org/10.1201/9781351074919-15.
36. Constantine D.G. (1988). – Transmission of pathogenic
microorganisms by vampire bats. In Natural History of Vampire Bats
(A.M. Greenhall & U. Schmidt, eds). 1st Ed. CRC Press, Boca Raton,
United
States
of
America,
167–189.
https://doi.org/10.1201/9781351074919-12.
37. Wallace R.M., Gilbert A., Slate D., Chipman R., Singh A.,
Wedd C. & Blanton J.D. (2014). – Right place, wrong species: a 20year review of rabies virus cross species transmission among
terrestrial mammals in the United States. PLoS ONE, 9 (10), e107539.
https://doi.org/10.1371/journal.pone.0107539.
38. Willoughby Jr. R.E., Tieves K.S., Hoffman G.M.,
Ghanayem N.S., Amlie-Lefond C.M., Schwabe M.J., Chusid M.J. &
Rupprecht C.E. (2005). – Survival after treatment of rabies with
induction of coma. N. Engl. J. Med., 352 (24), 2508–2514.
https://doi.org/10.1056/NEJMoa050382.
39. Hanlon C.A., Kuzmin I.V., Blanton J.D., Weldon W.C.,
Manangan J.S. & Rupprecht C.E. (2005). – Efficacy of rabies
biologics against new lyssaviruses from Eurasia. Virus Res., 111 (1),
44–54. https://doi.org/10.1016/j.virusres.2005.03.009.
40. Schatz J., Fooks A.R., McElhinney L., Horton D.,
Echevarria J., Vázquez‐Moron S., Kooi E.A., Rasmussen T.B., Müller
T. & Freuling C.M. (2013). – Bat rabies surveillance in Europe.
Zoonoses
Public
Health,
60 (1),
22–34.
https://doi.org/10.1111/zph.12002.
41. Harris S.L., Brookes S.M., Jones G., Hutson A.M. & Fooks
A.R. (2006). – Passive surveillance (1987 to 2004) of United
Kingdom bats for European bat lyssaviruses. Vet. Rec., 159 (14),
439–446. https://doi.org/10.1136/vr.159.14.439.
23/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

24

42. Smith A., Morris J. & Crowcroft N. (2005). – Bat rabies in
the
United
Kingdom.
BMJ,
330 (7490),
491–492.
https://doi.org/10.1136/bmj.330.7490.491.
43. McElhinney L.M., Marston D.A., Leech S., Freuling C.M.,
van der Poel W.H.M., Echevarria J., Vázquez‐Moron S., Horton D.L.,
Müller T. & Fooks A.R. (2013). – Molecular epidemiology of bat
lyssaviruses in Europe. Zoonoses Public Health, 60 (1), 35–45.
https://doi.org/10.1111/zph.12003.
44. Paweska J.T., Blumberg L.H., Liebenberg C., Hewlett R.H.,
Grobbelaar A.A., Leman P.A., Croft J.E., Nel L.H., Nutt L. &
Swanepoel R. (2006). – Fatal human infection with rabies-related
Duvenhage virus, South Africa. Emerg. Infect. Dis., 12 (12),
1965–1967. https://doi.org/10.3201/eid1212.060764.
45. van Thiel P.P.A.M., van den Hoek J.A.R., Eftimov F.,
Tepaske R., Zaaijer H.J., Spanjaard L., de Boer H.E.L., van Doornum
G.J.J., Schutten M., Osterhaus A.D. & Kager P.A. (2008). – Fatal case
of human rabies (Duvenhage virus) from a bat in Kenya: the
Netherlands, December 2007. Eurosurveillance, 13 (2), pii=8007.
https://doi.org/10.2807/ese.13.02.08007-en.
46. Gould A.R., Kattenbelt J.A., Gumley S.G. & Lunt R.A.
(2002). – Characterisation of an Australian bat lyssavirus variant
isolated from an insectivorous bat. Virus Res., 89 (1), 1–28.
https://doi.org/10.1016/S0168-1702(02)00056-4.
47. Selvey L.A., Wells R.M., McCormack J.G., Ansford A.J.,
Murray K., Rogers R.J., Lavercombe P.S., Selleck P. & Sheridan J.W.
(1995). – Infection of humans and horses by a newly described
morbillivirus.
Med.
J.
Aust.,
162 (12),
642–645.
https://doi.org/10.5694/j.1326-5377.1995.tb126050.x.

24/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

25

48. Murray K., Selleck P., Hooper P., Hyatt A., Gould A.,
Gleeson L., Westbury H., Hiley L., Selvey L., Rodwell B. & Ketterer
P. (1995). – A morbillivirus that caused fatal disease in horses and
humans.
Science,
268 (5207),
94–97.
https://doi.org/10.1126/science.7701348.
49. Plowright R.K., Eby P. […] & McCallum H. (2015). –
Ecological dynamics of emerging bat virus spillover. Proc. R. Soc. B
Biol.
Sci.,
282 (1798),
20142124.
https://doi.org/10.1098/rspb.2014.2124.
50. Paterson D.L., Murray P.K. & McCormack J.G. (1998). –
Zoonotic disease in Australia caused by a novel member of the
Paramyxoviridae.
Clin.
Infect.
Dis.,
27 (1),
112–118.
https://doi.org/10.1086/514614.
51. Halpin K., Young P.L., Field H.E. & Mackenzie J.S.
(2000). – Isolation of Hendra virus from pteropid bats: a natural
reservoir of Hendra virus. J. Gen. Virol., 81 (8), 1927–1932.
https://doi.org/10.1099/0022-1317-81-8-1927.
52. Field H.E., Schaaf K. […] & Lovell D. (2010). – Hendra
virus outbreak with novel clinical features, Australia. Emerg. Infect.
Dis., 16 (2), 338–340. https://doi.org/10.3201/eid1602.090780.
53. Kirkland P.D., Gabor M., Poe I., Neale K., Chaffey K.,
Finlaison D.S., Gu X., Hick P.M., Read A.J., Wright T. & Middleton
D. (2015). – Hendra virus infection in dog, Australia, 2013. Emerg.
Infect.
Dis.,
21 (12),
2182–2185.
https://doi.org/10.3201/eid2112.151324.
54. Fogarty R., Halpin K., Hyatt A.D., Daszak P. & Mungall
B.A. (2008). – Henipavirus susceptibility to environmental variables.
Virus
Res.,
132 (1–2),
140–144.
https://doi.org/10.1016/j.virusres.2007.11.010.

25/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

26

55. Smith C., Skelly C., Kung N., Roberts B. & Field H.
(2014). – Flying-fox species density: a spatial risk factor for Hendra
virus infection in horses in eastern Australia. PLoS ONE, 9 (6),
e99965. https://doi.org/10.1371/journal.pone.0099965.
56. Martin G., Plowright R., Chen C., Kault D., Selleck P. &
Skerratt L.F. (2015). – Hendra virus survival does not explain
spillover patterns and implicates relatively direct transmission routes
from flying foxes to horses. J. Gen. Virol., 96 (6), 1229–1237.
https://doi.org/10.1099/vir.0.000073.
57. Selvey L., Taylor R., Arklay A. & Gerrard J. (1996). –
Screening of bat carers for antibodies to equine morbillivirus.
Commun. Dis. Intell., 20 (22), 477–478. Available at:
www1.health.gov.au/internet/main/publishing.nsf/Content/1996%20is
sues-1/$FILE/cdi2022b.pdf (accessed on 28 May 2020).
58. Holland R.A., Waters D.A. & Rayner J.M.V. (2004). –
Echolocation signal structure in the megachiropteran bat Rousettus
aegyptiacus Geoffroy 1810. J. Exp. Biol., 207 (25), 4361–4369.
https://doi.org/10.1242/jeb.01288.
59. Chua K.B., Bellini W.J. […] & Mahy B.W.J. (2000). –
Nipah virus: a recently emergent deadly paramyxovirus. Science,
288 (5470),
1432–1435.
https://doi.org/10.1126/science.288.5470.1432.
60. Mohd Nor M.N., Gan C.H. & Ong B.L. (2000). – Nipah
virus infection of pigs in Peninsular Malaysia. In An update on
zoonoses (P.-P. Pastoret, ed.). Rev. Sci. Tech. Off. Int. Epiz., 19 (1),
160–165. https://doi.org/10.20506/rst.19.1.1202.
61. Chua K.B. (2003). – Nipah virus outbreak in Malaysia. J.
Clin. Virol., 26 (3), 265–275. https://doi.org/10.1016/s13866532(02)00268-8.

26/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

27

62. Chua K.B., Goh K.J., Wong K.T., Kamarulzaman A., Tan
P.S.K., Ksiazek T.G., Zaki S.R., Paul G., Lam S.K. & Tan C.T.
(1999). – Fatal encephalitis due to Nipah virus among pig-farmers in
Malaysia.
Lancet,
354 (9186),
1257–1259.
https://doi.org/10.1016/S0140-6736(99)04299-3.
63. Yob J.M., Field H., Rashdi A.M., Morrissy C., van der
Heide B., Rota P., Bin Adzhar A., White J., Daniels P., Jamaluddin A.
& Ksiazek T. (2001). – Nipah virus infection in bats (order
Chiroptera) in Peninsular Malaysia. Emerg. Infect. Dis., 7 (3),
439–441. https://doi.org/10.3201/eid0703.010312.
64. Hsu V.P., Hossain M.J., Parashar U.D., Ali M.M., Ksiazek
T.G., Kuzmin I.V., Niezgoda M., Rupprecht C.E., Bresee J.S. &
Breiman R.F. (2004). – Nipah virus encephalitis reemergence,
Bangladesh.
Emerg.
Infect.
Dis.,
10 (12),
2082–2087.
https://doi.org/10.3201/eid1012.040701.
65. Dhillon J. & Banerjee A. (2015). – Controlling Nipah virus
encephalitis in Bangladesh: policy options. J. Public Health Policy,
36 (3), 270–282. https://doi.org/10.1057/jphp.2015.13.
66. Sazzad H.M.S., Hossain M.J. […] & Luby S.P. (2013). –
Nipah virus infection outbreak with nosocomial and corpse-to-human
transmission, Bangladesh. Emerg. Infect. Dis., 19 (2), 210–217.
https://doi.org/10.3201/eid1902.120971.
67. Hegde S.T., Sazzad H.M.S., Hossain M.J., Alam M.-U.,
Kenah E., Daszak P., Rollin P., Rahman M., Luby S.P. & Gurley E.S.
(2016). – Investigating rare risk factors for Nipah virus in Bangladesh:
2001–2012.
EcoHealth,
13 (4),
720–728.
https://doi.org/10.1007/s10393-016-1166-0.
68. Luby S.P., Hossain M.J. […] & Rahman M. (2009). –
Recurrent zoonotic transmission of Nipah virus into humans,
Bangladesh, 2001–2007. Emerg. Infect. Dis., 15 (8), 1229–1235.
https://doi.org/10.3201/eid1508.081237.

27/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

28

69. Ching P.K.G., de los Reyes V.C. […] & Foxwell A.R.
(2015). – Outbreak of Henipavirus infection, Philippines, 2014.
Emerg.
Infect.
Dis.,
21 (2),
328–331.
https://doi.org/10.3201/eid2102.141433.
70. Chattu V.K., Kumar R., Kumary S., Kajal F. & David J.K.
(2018). – Nipah virus epidemic in southern India and emphasizing
‘One Health’ approach to ensure global health security. J. Family
Med.
Prim.
Care,
7 (2),
275–283.
https://doi.org/10.4103/jfmpc.jfmpc_137_18.
71. Sharma V., Kaushik S., Kumar R., Yadav J.P. & Kaushik S.
(2019). – Emerging trends of Nipah virus: a review. Rev. Med. Virol.,
29 (1), e2010. https://doi.org/10.1002/rmv.2010.
72. Marsh G.A., de Jong C. […] & Wang L.-F. (2012). – Cedar
virus: a novel Henipavirus isolated from Australian bats. PLoS
Pathog.,
8 (8),
e1002836.
https://doi.org/10.1371/journal.ppat.1002836.
73. Philbey A.W., Kirkland P.D., Ross A.D., Field H.E.,
Srivastava M., Davis R.J. & Love R.J. (2008). – Infection with
Menangle virus in flying foxes (Pteropus spp.) in Australia. Aust. Vet.
J.,
86 (11),
449–454.
https://doi.org/10.1111/j.17510813.2008.00361.x.
74. Yaiw K.C., Bingham J., Crameri G., Mungall B., Hyatt A.,
Yu M., Eaton B., Shamala D., Wang L.-F. & Wong K.T. (2008). –
Tioman virus, a paramyxovirus of bat origin, causes mild disease in
pigs and has a predilection for lymphoid tissues. J. Virol., 82 (1),
565–568. https://doi.org/10.1128/JVI.01660-07.
75. Baker K.S., Todd S. […] & Wang L.-F. (2013). – Novel,
potentially zoonotic paramyxoviruses from the African straw-colored
fruit bat Eidolon helvum. J. Virol., 87 (3), 1348–1358.
https://doi.org/10.1128/JVI.01202-12.

28/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

29

76. Feldmann H., Sprecher A. & Geisbert T.W. (2020). –
Ebola.
N.
Engl.
J.
Med.,
382 (19),
1832–1842.
https://doi.org/10.1056/NEJMra1901594.
77. Members of the International Commission (1978). – Ebola
haemorrhagic fever in Zaire, 1976. Bull. WHO, 56 (2), 271–293.
Available at: www.ncbi.nlm.nih.gov/pmc/articles/PMC2395567/
pdf/bullwho00439-0113.pdf (accessed on 29 May 2020).
78. Bukreyev A.A., Chandran K. […] & Kuhn J.H. (2014). –
Discussions and decisions of the 2012–2014 International Committee
on Taxonomy of Viruses (ICTV) Filoviridae study group, January
2012–June
2013.
Arch.
Virol.,
159 (4),
821–830.
https://doi.org/10.1007/s00705-013-1846-9.
79. Le Guenno B., Formenty P. & Boesch C. (1999). – Ebola
virus outbreaks in the Ivory Coast and Liberia, 1994–1995. Curr. Top.
Microbiol.
Immunol.,
235,
77–84.
Available
at:
www.researchgate.net/publication/13396495_Ebola_Virus_Outbreaks
_in_the_Ivory_Coast_and_Liberia_1994-1995 (accessed on 7 October
2021).
80. Hayman D.T.S., Emmerich P., Yu M., Wang L.-F., Suu-Ire
R., Fooks A.R., Cunningham A.A. & Wood J.L.N. (2010). – Longterm survival of an urban fruit bat seropositive for Ebola and Lagos
bat
viruses.
PLoS
ONE,
5 (8),
e11978.
https://doi.org/10.1371/journal.pone.0011978.
81. Chowell G. & Nishiura H. (2014). – Transmission dynamics
and control of Ebola virus disease (EVD): a review. BMC Med., 12,
196. https://doi.org/10.1186/s12916-014-0196-0.
82. Kaushal S. & Kumari S. (2017). – A review on Ebola virus,
the diseases, causes and management. Int. Res. J. Pharm., 8 (2), 1–8.
https://doi.org/10.7897/2230-8407.080217.

29/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

30

83. Jacobs M., Rodger A. […] & Thomson E.C. (2016). – Late
Ebola virus relapse causing meningoencephalitis: a case report.
Lancet, 388 (10043), 498–503. https://doi.org/10.1016/S01406736(16)30386-5.
84. Kuhn J.H., Adachi T. […] & Yoti Z. (2019). – New
filovirus disease classification and nomenclature. Nat. Rev.
Microbiol., 17 (5), 261–263. https://doi.org/10.1038/s41579-0190187-4.
85. Timen A., Koopmans M.P.G., Vossen A.C.T.M., van
Doornum G.J.J., Günther S., van den Berkmortel F., Verduin K.M.,
Dittrich S., Emmerich P., Osterhaus A.D.M.E., van Dissel J.T. &
Coutinho R.A. (2009). – Response to imported case of Marburg
hemorrhagic fever, the Netherlands. Emerg. Infect. Dis., 15 (8),
1171–1175. https://doi.org/10.3201/eid1508.090051.
86. Peiris J.S.M., Guan Y. & Yuen K.Y. (2004). – Severe acute
respiratory
syndrome.
Nat.
Med.,
10 (12),
S88–S97.
https://doi.org/10.1038/nm1143.
87. World Health Organization (WHO) (2003). – Summary of
probable SARS cases with onset of illness from 1 November 2002 to
31 July 2003. WHO, Geneva, Switzerland. Available at:
www.who.int/csr/sars/country/table2004_04_21/en/ (accessed on
29 May 2020).
88. Holmes K.V. & Enjuanes L. (2003). – The SARS
coronavirus: a postgenomic era. Science, 300 (5624), 1377–1378.
https://doi.org/10.1126/science.1086418.
89. Zhong N.S., Zheng B.J. […] & Guan Y. (2003). –
Epidemiology and cause of severe acute respiratory syndrome (SARS)
in Guangdong, People’s Republic of China, in February, 2003. Lancet,
362 (9393),
1353–1358.
https://doi.org/10.1016/s01406736(03)14630-2.

30/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

31

90. Song H.-D., Tu C.-C. […] & Zhao G.-P. (2005). – Crosshost evolution of severe acute respiratory syndrome coronavirus in
palm civet and human. Proc. Natl Acad. Sci. USA, 102 (7),
2430–2435. https://doi.org/10.1073/pnas.0409608102.
91. Lau S.K.P., Woo P.C.Y., Li K.S.M., Huang Y., Tsoi H.-W.,
Wong B.H.L., Wong S.S.Y., Leung S.-Y., Chan K.-H. & Yuen K.-Y.
(2005). – Severe acute respiratory syndrome coronavirus-like virus in
Chinese horseshoe bats. Proc. Natl Acad. Sci. USA, 102 (39),
14040–14045. https://doi.org/10.1073/pnas.0506735102.
92. World Health Organization (WHO) (2017). – Middle East
respiratory syndrome case definition for reporting to WHO. WHO,
Geneva,
Switzerland,
1 p.
Available
at:
www.who.int/publications/m/item/middle-east-respiratory-syndromecase-definition-for-reporting-to-who (accessed on 11 October 2021).
93. Shehata M.M., Chu D.K.W. […] & AbiSaid M. (2016). –
Surveillance for coronaviruses in bats, Lebanon and Egypt, 2013–
2015.
Emerg.
Infect.
Dis.,
22 (1),
148–150.
https://doi.org/10.3201/eid2201.151397.
94. Reusken C.B.E.M., Haagmans B.L. […] & Koopmans
M.P.G. (2013). – Middle East respiratory syndrome coronavirus
neutralising serum antibodies in dromedary camels: a comparative
serological study. Lancet Infect. Dis., 13 (10), 859–866.
https://doi.org/10.1016/S1473-3099(13)70164-6.
95. Sabir J.S.M., Lam T.T.-Y. […] & Guan Y. (2016). – Cocirculation of three camel coronavirus species and recombination of
MERS-CoVs in Saudi Arabia. Science, 351 (6268), 81–84.
https://doi.org/10.1126/science.aac8608.
96. Wang D., Hu B. […] & Peng Z. (2020). – Clinical
characteristics of 138 hospitalized patients with 2019 novel
coronavirus-infected pneumonia in Wuhan, China. JAMA, 323 (11),
1061–1069. https://doi.org/10.1001/jama.2020.1585.

31/32

Rev. Sci. Tech. Off. Int. Epiz., 39 (3)

32

97. Liu Y., Gayle A.A., Wilder-Smith A. & Rocklöv J. (2020).
– The reproductive number of COVID-19 is higher compared to
SARS
coronavirus.
J.
Travel
Med.,
27 (2),
taaa021.
https://doi.org/10.1093/jtm/taaa021.
98. Sahin A.R., Erdogan A., Agaoglu P.M., Dineri Y., Cakirci
A.Y., Senel M.E., Okyay R.A. & Tasdogan A.M. (2020). – 2019
novel coronavirus (COVID-19) outbreak: a review of the current
literature.
Eurasian
J.
Med.
Oncol.,
4 (1),
1–7.
https://doi.org/10.14744/ejmo.2020.12220.
99. Wang L., Wang Y., Ye D. & Liu Q. (2020). – Review of the
2019 novel coronavirus (SARS-CoV-2) based on current evidence.
Int.
J.
Antimicrob.
Agents,
55 (6),
105948.
https://doi.org/10.1016/j.ijantimicag.2020.105948.
100. World Health Organization (WHO) (2021). – WHO
coronavirus (COVID-19) dashboard. WHO, Geneva, Switzerland.
Available at: https://covid19.who.int/ (accessed on 7 April 2021).
101. Lai C.-C., Shih T.-P., Ko W.-C., Tang H.-J. & Hsueh P.-R.
(2020). – Severe acute respiratory syndrome coronavirus 2 (SARSCoV-2) and coronavirus disease-2019 (COVID-19): the epidemic and
the challenges. Int. J. Antimicrob. Agents, 55 (3), 105924.
https://doi.org/10.1016/j.ijantimicag.2020.105924.
__________

32/32

